Influenza viruses that infect humans are known to swiftly evolve over time. Influenza A virus 10 11 has a negative single-stranded RNA genome in eight segments. Pangenome analysis of twelve 12 13 strains of Influenza A viruses H1N1, H1N2, H2N2, H3N2, H5N1, H5N6, H7N2, H7N3, H7N7, 14 15 H7N9, H9N2, and H10N8 gave insight on the core genes that are conserved and accessory genes 16 that are specific for the strains. The proteins Neuraminidase, Matrix M1 and Nonstructural protein 17 1 were encoded by the core genes of segments 6, 7, and 8 respectively which proves that 20 they are conserved in almost all the strains of influenza. The 3Dimensional structures of the core 21 22 genes were interpreted by homology modeling and compared with corresponding Protein Data 23 24 Bank structures (4MWQ, IEA3, 2GX9). Among several anti-viral phytocompounds that were 25 26 virtually screened against the modeled and PDB target proteins, three molecules of Indian plant 27 Glycyrrhiza glabra had high scores and interactions. Compounds 2,4,4' Trihydrochalcone, 29 Davidigenin and Licoflavone B docked well with the Neuraminidase, Matrix protein M1 and 31 Nonstructural Protein NS1 respectively with good scores, minimized energy and interacted with 32 33 the active sites. The compounds obeyed Lipinski's Rule of five and exhibited drugability as well. 34 35
Introduction validated using BLAST -Basic Local Alignment Search Tool (www.blast.ncbi.nlm.nih.gov/).
22
Comparative modeling of the translated protein sequences 24 Comparative modeling also called homology modeling is the best way to predict the structures of 25 26 the proteins. The translated core genes of segments 6, 7 and 8 were modeled with suitable 27 28 templates using the web server Phyre2 (http://www.sbg.bio.ic.ac.uk/phyre2).
30
Library preparation 31 The entry point for any chemistry program within drug discovery research is generally the 33 identification of specifically acting low-molecular-weight modulators with an adequate activity 35 in a suitable target assay. Around 657 antiviral compounds were identified and retrieved from 36 37 IMPPAT database. The library thus generated was optimized with an OPLS3 force field and 38 39 stereoisomers were predicted using the ligprep module of Schr dinger software.
41
Screening of the druggable molecules 42 The prepared library compounds were screened based on the Lipinski's rule of 5 that describes 44 the drugability of the molecules based on the following four criteria 46 1. The molecular weight of the molecule is less than or equal to 500 Daltons 47 48 2. LogP (Ratio of Octanol to Water) is less than or equal to 5 49 50 3. Number of Hydrogen bond donor is less than or equal to 5 subjected to grid generation through the receptor grid generation package of Schr dinger suite 22 for drug discovery.
24

Molecular docking and interpretation of results
26
The prepared and filtered library compounds were subjected to rigid docking against the three Validation of the core genes The sequences were modeled using Phyre2 and models were generated. Predicted models were 21 22
validated using rampage and the best model was retained for each segment and are represented in Rigid molecular docking was carried out with the virtually screened phytocompounds and the 31 targets that were processed. The results of the docking score, energy and interaction with The ideal way to find suitable targets using computational approaches for any particular study of 54 55 interest has been found to be effective in recent years. Influenza A viral pandemic outbursts are 56 more common and before a valid treatment is suggested there is always a huge loss of lives.
58
There has been an ample rate of mutation taken place that has given rise to around 18 different 59 60
strains. This study has paved way for finding the potential targets from the genomic level of Glycyrrhiza glabra. The current study is an extensive computational approach starting from 0 21 comparative genome analysis, validating the core genes, identifying the acceptable targets and 22 predicting leads that inhibit the targets. The study requires an investigational invitro and invivo 24 tests done subsequently to be able to prove but still the results suggested here is valid and 5 26
recommends proceeding for further research. If successful we will be able to target multiple 7 28 strains of influenza viruses at the shortest time span. 
